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Introduction
To test for the presence of isolation-by-distance patterns, a decomposed pairwise regression analysis (DPR) was conducted in R to account for potential between-site 242 differences in the gene flow-drift equilibrium (Koizumi, Yamamoto & Maekawa, 2006) . 243 Briefly, DPR first detects outlier sites based on the distribution of residuals from the overall 244 regression between genetic and geographical distances. In a second step, genetic distances are Testing for the influence of environmental factors on differences among sites 251 To investigate potential mechanisms underlying differences in genetic diversity, the 252 relationships between indices of genetic diversity per site and the following environmental 253 factors, which may be expected to influence individuals' movements, were tested: (i) 254 geographical location (latitude and longitude); (ii) vegetation type (deciduous or coniferous 255 trees; excluding SP.MU and ES.KI, where birds were sampled in orange tree plantations or 256 mixed areas); (iii) temperature and (iv) minimal distance to the sea. Latitude, longitude and 257 minimal distance to the sea were obtained using GOOGLE EARTH v5.2.1. Using the position 258 along a southwestnortheast axis as a geographical location did not affect the results, and 259 thus only results including latitude and longitude are reported. Temperatures were obtained 260 from the European photovoltaic geographical information system (Huld et al., 2006) . The 261 measures based on temperature were (i) average daily temperature per month, (ii) temperature 
Results

310
Genetic diversity and equilibrium 311 No evidence for linkage disequilibrium at any locus in any site or departure from HWE was 312 found after correction for multi-comparisons. Pooling all sites, a significant deviation from 313 HWE was observed (score-test: P < 0.001), suggesting the existence of sub-populations. The 314 number of alleles per locus ranged from 4 to 41 with an average of 16 alleles across loci. 
